. Zfp57 expression in hybrid ES cells. Western blot analysis of ZFP57 expression in whole cell extracts isolated from several hybrid and the E14 ES cell lines. Asterisks denote cell lines used for ChIP-seq. Figure S2 . Analysis strategy for allele-specific Zfp57 binding site mapping. Schematic diagram of the short read data analysis pipeline employed to identify allele-specific binding events for ZFP57. Reads were binned into common and allele-specific alignments using ASAP algorithm (see methods). Identification of the total number of binding sites, quantification of allele-specific reads under each peak and analysis of statistically significant mono-allelic binding events were performed using MACS, Seqmonk and Fishers' exact test respectively. Figure S3 . Selection of 158 ZFP57 peaks. (A) Venn diagram showing the degree of overlap between MACS peaks identified in BC and CB hybrid ES ChIP-seq experiments (left) and the same for the randomized sets of sites of equal size (right). Commonly enriched genomic locations with combined mean read density ≥5 (55273 peaks) were taken for further analysis. (B) Ninety two peaks selected for independent ChIP-qPCR validation arranged in the order of decreasing rank (see also Additional file 2: Table S1 ). Confirmed and false positives are shown in green and red respectively. (C) Correlation between read density in BC vs. CB ChIP-seq experiments. Top 1 % ranking sites selected based on qPCR analysis are shown in green. Figure S4 . DNA methylation status of ZFP57 bound CGIs in germ cells and early embryo. Dot-plot diagram showing pairwise comparisons of CGI methylation found to bind ZFP57 in our ChIP-seq experiment vs. comparable number of randomly selected CGIs. Nonparametric Kruskall-Wallis tests were performed with significantly different categories denoted (***P<0.001, **P<0.01, ns -not significant). Publically available data for DNA methylation in GV oocyte, sperm and blastocyst stage embryos were used for this analysis [32] . also Table 3 ). Allele ratios are shown as percentages of BL6 allele (0 % = monoallelic Cast, 100 % = monoallelic BL6, 50 % = biallelic expression). Allele ratios found in cDNA from four hybrid ES and NS cells are compared to their genomic counterparts (gDNA, expected 50 % allele ratio) and those having statistically significant differences are indicated (* P< 0.05, ** P < 0.01, *** p < 0.001, ns -not significant; repeated measures anova with Bonferroni post-test, also see Methods). (B) Relative control gene mRNA expression levels are shown on a log scale normalized relative to 18S rRNA. Expression of Zfp57 and Nestin genes are shown as markers of ES and NS cells respectively; Kcnq1ot1 is shown as an example of imprinted (paternally expressed) imprinted gene. Bottom right graph: SNP-pyrosequencing analysis of Kcnq1ot1 RT-PCR product showing predominantly paternal allele-specific expression (Cast allele in BC and BL6 allele in CB cross). Scale indicates percentage of BL6 allele. 72,741,850 72,741,900 72,741,950 72,742,000 72,742,050 72,742,100 72,742,150 72,742,200 72,742,250 72,742,300 72,742,350 72,742,400 72,742,450 72,742,500 72,742,550 72,742,600 72,742,650 72,742,700 UCSC Genes (RefSeq, GenBank 
